In order to investigate the taxonomic distribution of the known snoRNAs and highlight where potential new discoveries can be made we have gathered data from the Pfam, Rfam, Genomes Online Database
(GOLD) and EMBL databases. To locate the essential protein components of snoRNPs we used domains annotated by the Pfam database. We chose 6 snoRNP associated domains Nop, Nop10p, Gar1, SHQ1, Fibrillarin and TruB N, the counts of which are shown in the blue bars in Figure 2 . We also ran the control experiment of ensuring that the genomes for each taxa contain rRNAs by using the annotation for the partial SSU model from the Rfam database, the counts of which are shown in the green bars in Figure 2 for each taxa. These two datasets indicate that the snoRNP machinery is present in all the known Archaea and Eukaryotic taxa, the notable exception being the absence of snoRNP protein domains in the Oömycetes, stramenopiles group. However, it appears that this lack is due to the protein sequences not being included in the public sequence databases yet rather than a bona fide vestigialization of this machinery. Yet for many major taxonomic clades there are few or no known snoRNAs. To investigate these we used species counts of the snoRNAs annotated by the Rfam database the results of these are displayed in the red bars in Figure 2 . Of these there are many experimentally validated snoRNA sequences published in the literature and therefore submitted to one of the nucleotide archives Genbank, EMBL or the DDBJ, for further verification we mined the annotation of those sequences in the Rfam database for terms associated with snoRNAs, the counts of these are shown in the pink bars in Figure 2 . Finally, in order to be certain that the counts we observed aren't due to an under-sampling of sequences from certain taxonomic groupings we used data from the GOLD genomes database, genomes annotated as either "Complete", "Draft" or "In progress"; assuming these genome sequences have all been submitted to the public nucleotide archives (the annotation of which is included in the UniProt database searched by Pfam) then this should give a good representation of where sequences are available and therefore annotation of snoRNAs possible.
Supplementary Table 1
• Col. 1: taxon string (top three levels of the NCBI taxonomy) 
Supplementary Methods
The Trichomonas vaginalis G3 C/D box snoRNA (RF00335, Small nucleolar RNA Z13/snr52) discussed in the text of the article.
The results of the cmsearch [1] match between the RF00335 model and the T. vaginalis snoRNA candidate:
>AAHC01000432.1/36420-36361 Query = 1 -101, Target = 76 -135 Score = 26.12, E = 104.1, P = 3.938e-09, GC = 33 
